Introduction
Triostin A, derived from Streptomyces triostinicus, is a member of the quinoxaline antibiotics that binds DNA by bisintercalation. [1] It is characterized by a tetra-N-methylated and disulfidebridged cyclic octadepsipeptide backbone and two covalently side chain-linked quinoxaline chromophores. Potent antitumor activity originates from insertion of the two planar chromophores with a distance of 10.5 between the nucleobases into the minor groove of double stranded DNA. [2] The triostin backbone provides a preorganization of the recognition units with respect to DNA binding and a preferential spanning of CpG dinucleotides by bisintercalation. Triostin A derivatives were investigated lacking N-methylation (des-N-tetramethyl, TANDEM) [3] and using cyclopeptides replacing the ester linkages by amides (aza-triostin, aza-TANDEM). [4] TANDEM also binds to DNA double strands, nevertheless, with a TpA preference. [4] Crystal structures and NMR studies have been determined for TANDEM [5] and triostin A, [6] and for complexes of triostin A with DNA. [7] Various triostin A modifications bearing nucleobases instead of the quinoxalines have been explored with regard to their potential as major groove binders based on specific hydrogen-bond recognition of the Hoogsteen base pair side and the preorganized orientation of recognition units. [8] As an extension of these studies, herein, aza-TANDEM derivatives were designed and synthesized, which contain two additional nucleobases. The added recognition units were covalently linked to the cyclopeptide backbone, so that they have the potential to organize together with the terminal nucleobases in a nucleobase stack with an ideal stacking distance of 3.5 ( Figure 1 ).
The additional nucleobases were introduced as peptoid building blocks replacing the native valines in the TANDEM backbone by N-alkylated glycine amino acids. Binding studies of tetra-nucleobase aza-TANDEM derivatives 1 (sequence ATTA) and 2 (sequence TTTT) ( Figure 2 ) with DNA double strands performed by microscale thermophoresis indicate a sequence dependent recognition. For the tetra-thyminyl derivative 2 a potential for self-association and -aggregation was indicated by mass spectrometry.
Results and Discussion
The position for covalent attachment of the additional nucleobases on the aza-TANDEM backbone was chosen based on simple model analysis ( Figure 1 ). All nucleobases were intended to be aligned and oriented in the same direction with a comparable spacing from the cyclopeptide backbone. Furthermore, equidistant stacking of all nucleobases was envisaged. Linkage of the nucleobases to the amide N of the valine amino acids in the TANDEM cyclopeptide by an ethylene The DNA bisintercalator triostin A is structurally based on a disulfide-bridged depsipeptide scaffold that provides preorganization of two quinoxaline units in 10.5 distance. Triostin A analogues are synthesized with nucleobase recognition units replacing the quinoxalines and containing two additional recognition units in between. Thus, four nucleobase recognition units are organized on a rigid template, well suited for DNA double strand interactions. The new tetra-nucleobase binders are synthesized as aza-TANDEM derivatives lacking the N-methylation of triostin A and based on a cyclopeptide backbone. Synthesis of two tetra-nucleobase aza-TANDEM derivatives is established, DNA interaction analyzed by microscale thermophoresis, cytotoxic activity studied and a nucleobase sequence dependent self-aggregation investigated by mass spectrometry.
bridge fulfills the geometrical requirements. Since the respective valine peptoide units turned out to be sterically too demanding, glycines were used for incorporation of the additional nucleobases.
Preparation of the tetra-nucleobase aza-TANDEM derivatives was achieved by solid phase peptide synthesis (SPPS) already incorporating the nucleobases on the resin. In addition, disulfide formation was performed with the peptides still attached to the solid support, whereas macrocyclization was projected under dilute conditions after cleavage from the resin.
Synthesis
The synthesis of aza-TANDEM derivatives containing nucleobases instead of quinoxalines was reported previously based on the diamino propionic acid Fmoc-d-Dap(Trt)-OH (3) (Fmoc = 9-fluorenylmethyloxycarbonyl, Trt = triphenylmethyl), which allows incorporation in the cyclopeptide scaffold as b-amino acid and provides an additional a-NH 2 residue for attachment of the nucleobases. [8] Alkylation of the nucleobases furnishing acetic acid derivatives 4 and 5 ( Figure 3 ) allows linkage by amide formation on solid support.
Since SPPS peptide coupling with the secondary N-alkylated glycine turned out to be less effective, the N-alkylated dipeptide Fmoc-l-Cys(Acm)-N-(thymine-1-yl-ethyl)-Gly-OH (9) (Acm= acetamidomethyl) was prepared (Scheme 1) and directly applied in SPPS. 1-(Thymine-1-yl)-2,2-diethoxyethane (6) was obtained by alkylation of thymine with 2-bromo-1,1-diethoxyethane followed by hydrolysis to aldehyde 7 as described by Martinez and Doel. [10] Reductive amination of 1-(thymine-1-yl)-acetaldehyde·pTosOH (7) with H-Gly-O-tBu·HCl gave N-(thymine-1-yl-ethyl)-Gly-O-tBu (8). Coupling to Fmoc-l-Cyc(Acm)-OH turned out to be favorable with N,N'-diisopropylcarbodiimide (DIC) activation in absence of a base thereby reducing racemization. After deprotection, the dipeptide Fmoc-l-Cys-(Acm)-N-(thymine-1-yl-ethyl)-Gly-OH (9) was obtained for use in SPPS.
In analogy to previous syntheses, [8] the aza-TANDEM derivatives were prepared by a modified microwave-assisted manual Fmoc-SPPS (Scheme 2). The orthogonally protected amino acids and dipeptide (9) were coupled on the preloaded Fmoc-Ala-Wang resin using O-(7-azabenzotriazolyl)tetramethyluronium hexafluorophosphate (HATU) and 1-hydroxy-7-aza-benzotriazole (HOAt) for activation. The nucleobase units required for coupling to the diamino propionic acid side chains, (N 6 -Zadenine-9-yl)-acetic acid (4) and (thymine-1-yl)-acetic acid (5), were obtained as reported [11] and coupled to the resin-bound, orthogonally protected amino acid Fmoc-d-Dap(Trt)-OH (3) using HOAt, N-methylmorpholine (NMM) and DIC. Still on the resin, the disulfide bridge was formed by adding N-iodosuccinimide (NIS). Deprotection of the terminal Fmoc group was followed by cleavage from the resin providing peptides 10 and 11. Without further purification, the crude disulfidebridged peptides were cyclized by dropwise addition to a solution of HOAt, NMM and DIC simulating highdilution conditions. Finally, after deprotection of the Z and side chain protecting groups, the cyclic octapeptides 1 (ATTA) and 2 (TTTT) carrying four nucleobases each were obtained, purified by HPLC, and characterized by high-resolution mass spectrometry.
DNA binding studies
Based on the structural design of tetra-nucleobase aza-TANDEM derivatives, the recognition units have the potential to be well aligned on the peptide backbone in a linear fashion providing a nucleobase stack with distances as known from oligonucleotide double strands. Nucleobases are expected to be linearly lined up similarly to the geometry known from alanyl peptide nucleic acids that are characterized by an intrinsic linear double strand topology originating from base pair recognition. [12] A linear structural arrangement of the four nucleobases on the aza-TANDEM scaffold implies the option for base pair interaction with DNA double strands, for example, by major groove interaction and hydrogen bonding over the Hoogsteen side. Also, invasion of the aza-TANDEM constructs in the respective DNA double strands might be taken into account. In addition, self-aggregation of two or more tetra-nucleobase aza-TANDEM derivatives by base pair recognition needs to be considered. As experienced by self-aggregation of b-peptide nucleic acids, the preorganization of nucleobases on a conformational rigid backbone provides base pairing with double strand stabilities that are already sufficiently high at room temperature. [13] The options for DNA recognition or self-aggregation depend on the topology but also on the sequence of nucleobases. Therefore, two tetra-nucleobase aza-TANDEM derivatives were investigated that provide a sequential motif 1 (ATTA) that is not prone to self-aggregation and a TTTT sequence 2 that has a high propensity for aggregation by formation of four T-T base pairs.
First binding studies of the tetra-nucleobase aza-TANDEM derivatives 1 and 2 to DNA were obtained with the DNA double strand of oligomers 5' AAATTAAAATTAAA 3' + 3' TTTAATTTTAATTT 5' (DNA1), offering complementary sequences for recognition of both tetramers 1 and 2. Interaction of aza-TANDEM derivatives with DNA was investigated by microscale thermophoresis (MST). [14] Different 6-carboxyfluorescein (6-FAM)-labeled double stranded DNA sequences consisting of 12 or 14 base pairs were used at a constant concentration of 50 nm for the MST measurements. Aza-TANDEM derivatives were titrated in 1:1 dilutions beginning at 1.34 mm for derivative 1 and 1.38 mm for derivative 2. The samples were incubated for 20 min before loading into capillaries. For aza-TANDEM derivative 1 (ATTA) and DNA1 a K d value of 26.2 AE 0.7 mm was determined (50 mm phosphate buffer, pH 7.0, 150 mm NaCl, 0.05 % Tween-20, 0.05 % bovine serum albumin (BSA), 25 8C) indicating a weak but significant recognition ( Figure 4 ). In contrast, there is no indication for an interaction between DNA1 and aza-TANDEM derivative 2 (TTTT) (Figure 4 B) .
In order to evaluate the option that recognition between aza-TANDEM derivative 1 (ATTA) and DNA1 is due to the ATTA sequence in DNA1, the interaction of 1 and 2 with further DNA oligomers was investigated. The DNA double strands 5' GCCGAATAGCCG 3' + 3' CGGCTTATCGGC 5' (DNA2), 5' GCCGAATTGCCG 3' + 3' CGGCTTAACGGC 5' (DNA3), and 5' CCGGCTTTTCGGCC 3' + 3' GGCCGAAAAGCCGG 5' (DNA4) contain a central tetrameric A-T sequence flanked by G-C base pairs. Furthermore, these oligomers differ in the central A-T sequence excluding the ATTA motif. Consequently, for none of the combinations between aza-TANDEM derivatives 1 and 2 and the oligomers DNA2-DNA4 any kind of specific recognition was determined. Overall, it seems reasonable to conclude that the tetra-nucleobase aza-TANDEM derivatives have the potential to specifically interact with DNA double strands when the proper sequence complementarity and topological fitting are provided. Interestingly, aza-TANDEM derivative 2 (TTTT) does not interact with DNA1 or DNA4, although (A-T) 4 tracts are available in the oligomer sequences. This might be due to peptide backbone rigidity that does not allow proper hydrogen bonding with a tetramer of only smaller pyrimidine nucleobases, and therefore, nucleobase hydrogen bonding and stacking have a lower contribution to the DNA binding affinity. Alternatively, the concentration of aza-TANDEM derivative 2 might be reduced by competing self-aggregation of aza-TANDEM derivative 2, which should be beneficial because of the well-preorganized nucleobases and the hydrogen-bonding complementarity of all-thymine sequences. In order to estimate the aggregation potential of aza-TANDEM derivatives 1 and 2, temperature-dependent UV spectra and mass spectrometry studies were measured.
Aggregation and recognition potential
Based on the rigid and well-defined topology offered by the aza-TANDEM backbone, the four nucleobases seem well oriented and preorganized for interaction with a complementary strand. Thus, four base pairs should be sufficient to provide high duplex or aggregate stabilities. Nevertheless, aza-TANDEM derivative 1 (ATTA) lacks a proper self-pairing sequence complementarity, and consequently, no indication for aggregation was indicated by thermal UV denaturation studies ( Figure 5) . In contrast, the temperature-dependent UV spectrum for aza-TANDEM derivative 2 (TTTT) clearly implies base pair recognition and self-aggregation with a stability higher than 60 8C. This sequence-dependent self-aggregation fits nicely to the hy- pothesis of a linear alignment of thymine nucleobases on an organizing and templating aza-TANDEM backbone.
In order to gain further insight in aggregate formation of aza-TANDEM derivative 2 (TTTT), ESI-MS was applied; for comparison aza-TANDEM derivative 1 (ATTA) was probed as well. Positive ion mode ESI measurements of solutions of TANDEM derivative 2 (c = 10 mm) showed dicationic monomers with attached H + , NH 4 + , and/or Na + ions as main species (Figure 6 ). At higher masses, ions with m/z 1286-1294 were also prominent and included monocations (2 + NH 4 ) + and (2 + Na) + . In addition, two multiply charged species were detected, whose isotope patterns showed spacings of 0.5 and 0.33 amu, respectively. On the basis of their exact m/z ratios (see Supporting Information), these species can be assigned to the dicationic dimer (2 2 + 2NH 4 ) 2 + and the tricationic trimer (2 3 + 3NH 4 ) 3 + . The dimer is less abundant than the corresponding monomer, but nonetheless makes up a significant fraction of the overall population of 2. In contrast, the signal intensity of the trimer is much lower and did not rise above the noise level in all of the experiments.
Whereas no ions with significant intensity were observed for m/z > 1300, additional ions were found at m/z 858-867 (see Supporting Information). From their exact m/z ratios and their characteristic isotope patterns displaying spacings of 0.33 amu, these ions were identified as dimers of 2, which acquire a triple charge by binding three H + , NH 4 + , and/or Na + ions. This assignment was further supported by collision-induced dissociation (CID) experiments, which showed these dimers to dissociate into singly and doubly charged monomers by Coulomb explosion (e.g., (2 2 + 3NH 4 ) 3 + !(2+2NH 4 ) 2 + + (2 + NH 4 ) + , Figure 7 ). [15] Positive ion mode ESI mass spectra measured for solutions of 1 (c = 10 mm) showed ions with m/z 640-670 as the predominant species (Figure 8 ). These ions correspond to dicationic monomers of 1, whose double charge results from the attachment of two H + and/or Na + ions. The latter form an almost ubiquitous low-level contamination of aqueous solutions with a high affinity to peptides and other biomolecules. [16] The monocation (1 + H) + was also observed, although with much lower signal intensity. Closer inspection reveals that the isotope pattern of the monocation is superimposed by signals of a second species. The 0.5 amu spacings between its different isotopologues as well as the exact m/z ratio suggest that this second species corresponds to the doubly protonated dimer (1 2 + 2 H) 2 + . Its signal intensity is so low, however, that it does not consistently rise above the noise level in all of the experiments.
Toxicity of tetra-nucleobase aza-TANDEM derivatives
Triostin A belongs to a group of antibiotics showing activity against Gram-positive bacteria [17] and a variety of tumor cells; [18] they exert this activity by bisintercalating DNA at nanomolar concentrations. [4, 5, 19] An Artemia salina assay was carried out as a simple, rapid and inexpensive bench-top assay. Anhydrous A. salina eggs were available from German pet shops. The assay was considered as a useful tool for preliminary assessment of general toxicity [20] of derivative 1 as the only aza-TANDEM analogue with DNA binding affinity in this study. The sample was dissolved in dimethyl sulfoxide (DMSO) and serially diluted starting with 5 mg mL À1 . The solutions were added to wells of a microtiter plate containing hatched larvae in artificial seawater. After incubation at permanent light and constant temperature for 24 and 30 h the larvae were still alive. Accordingly, derivative 1 exhibited a median lethal dose (LD 50 ) of > 5 mg mL À1 , which reflects low cytotoxicity in the Artemia salina model.
Conclusions
The disulfide-bridged cyclopeptide scaffold of aza-TANDEM derivatives was used as platform for the aligned organization of four nucleobases with the potential to organize with perfect stacking. Derived from the natural product and DNA bisintercalator triostin A, the new derivatives were designed by exchange of intercalating quinoxalines for nucleobases and further peptoid-like attachment of thymines to the cyclopeptide. Aza-TANDEM derivatives with the two sequences ATTA and TTTT were evaluated with respect to DNA binding by microscale thermophoresis (MST) and self-aggregation by temperature-dependent UV spectroscopy and ESI-MS. The aza-TANDEM analogues indicate sequence-dependent DNA binding (ATTA) or base pair-mediated dimer and trimer formation (TTTT) as implied by collision-induced dissociation (CID) experiments. The tetra-nucleobase aza-TANDEM derivatives are especially interesting regarding their potential as architectural building units.
Experimental Section

Materials and Methods
All chemicals were purchased from NovaBiochem, GL Biochem (Shanghai) Ltd., Sigma-Aldrich, Acros Organics and Carl Roth. HPLC grade CH 3 CN and ultrapure H 2 0 (Millipore, Bedford, UK) were used for HPLC chromatography.
NMR: 1 H and 13 C NMR spectra were recorded with a Varian Unity 300 spectrometer.
RP-HPLC:
All HPLC analyses were performed on a Pharmacia ¾kta basic system (pump type P-900, variable wavelength, detector of type UV-900) using a Nucleodur column, C18 (250 10 mm, 5 mm). HPLC runs were performed using a linear gradient of A (0.1 % aq trifluoroacetic acid, TFA) and B (80 % aq CH 3 CN, 0.1 % aq. TFA) within 30 min using a flow rate of 3 mL min À1 . UV detection was conducted at 215 nm, 260 nm and 280 nm. The crude samples were dissolved in water and filtered prior to injection.
MST measurements: Microscale thermophoresis measurements were performed on a NanoTemper Monolith NT.115 at 60-90 % LED and a MST power of 20-40 %; laser-on time was 30 s, laser-off time 5 s each. The 6-fluorescein amidite (FAM)-labeled DNA was obtained from biomers.net (Ulm, Germany) and was used at concentrations of 50 nm. The derivatives were titrated in 1:1 dilutions starting at the mentioned highest concentrations. A phosphate buffer was used (50 mm supplemented with 150 mm NaCl, 0.05 % Tween-20, 0.05 % bovine serum albumin ) at pH 7 and 25 8C. All experiments were performed in standard treated capillaries.
ESI-MS:
Data were obtained with a Finnigan LCQ instrument and high-resolution mass spectra (HRMS-ESI) with a Bruker Apex-Q IV FT-ICR-MS instrument.
UV-melting curves: UV-melting curves were recorded with a Jasco V-550 UV spectrometer (Gross-Umstadt, Germany) using a Jasco ETC-505S/ETC-505T Peltier temperature controller while the sample cell was floated with nitrogen. All measurements were carried out in a micro-quartz glass cell of 1 cm path length in a NH 4 OAc buffer solution (10 mm, pH 7.0) at a concentration of 10 mm for each aza-TANDEM analogue. Data were collected at 260 nm with a heating rate of 0.4 8C min À1 . The protocol for the melting curve recordings is as follows: 25 8C!85 8C (15 min), 85 8C (2 min), 85 8C!À2 8C (25 min)!À2 8C (3 min)!85 8C (120 min)!À2 8C (120 min)!85 8C (120 min)!À2 8C (120 min)!25 8C (10 min). After data collection for the heating cycles, the hyperchromicity (H) was calculated according to the equation: H(%) = 100*(A(T)ÀA 0 )/A 0 , where A(T) is the absorbance given at any temperature and A 0 is the minimum absorbance.
Toxicity assay: A separation funnel was filled with filtered artificial seawater (1 L) and A. salina eggs (200 mg) and kept under aeration and permanent light at a constant temperature of 20 8C until the larvae hatched. Artificial seawater (990 mL) containing 20 or more larvae were pipetted into wells of a 24-well microtiter plate. Dead larvae were recorded under a microscope. The sample was dissolved in dimethyl sulfoxide (DMSO) and serially diluted. From each concentration, 10 mL were added to a well to obtain concentrations of 5, 2.5, 1.25 mg mL À1 etc. The test was carried out in duplicate. For negative control, 10 mL of DMSO and for positive control, 10 mL of a 1 mgmL À1 solution of actinomycin D in DMSO, were used. After incubation at permanent light and constant temperature, survival of larvae was recorded after 24 h and 30 h. While negative and positive controls displayed 0 % and 100 % lethality, respectively, compound 1 did not affect the survival rates of brine shrimps (LD 50 > 5 mg mL À1 after 24 h and 30 h).
Analysis of oligomers:
For analysis by ESI-MS, aqueous solutions of 1 and 2 (c = 10-40 mm) containing NH 4 OAc buffer (10 mm, pH 7.0) were prepared and infused into the ESI source of a micro-TOF-Q II instrument (Bruker) at a flow rate of 8 mL min À1 . The ESI source was operated with ESI voltages of À5000 to À3000 V in the positive and + 3000 V in the negative ion mode and with N 2 as nebulizer (flow rate of 5 L min À1 ) and drying gas (0.7 bar backing pressure); the temperature of the latter was set to 50 8C to minimize the possibility of thermal decomposition reactions. The ions passed a glass capillary, two ion funnels, a hexapole ion guide and two quadrupole units, the second of which was filled with N 2 and could be used as a collision cell for collision-induced dissociation (CID) experiments. To this end, the ions of interest were mass-selected by the first quadrupole and accelerated by an extra DC voltage applied to the second quadrupole. Sufficiently energetic collisions of the ions with N 2 molecules resulted in the dissociation of the former. The ions were then extracted into a time-of-flight analyzer and finally detected by a multi-channel plate. For calibration, aqueous solutions of sodium formate and solutions of a mixture of trifluoroacetic acid and phosphazenes in H 2 O/CH 3 CN were employed. As described previously, [21] the instrument's ion transmission suffers from significant mass discrimination, which strongly depends on two parameters: the amplitude of the RF voltage applied to the second quadrupole unit and the timing of the ion transfer into the time-of-flight analyzer. In the present work, medium settings (RF amplitude of 650 V peak-to-peak , transfer time of 77.6 ms) were applied to optimize the detection of ions with m/z ratios in the range of 300-1500. To check for the presence of heavier ions (up to m/z 5000), the parameters were changed accordingly. [15] To ensure good reproducibility of the obtained results, all experiments were repeated with independently prepared sample solutions.
Synthesis of Fmoc-l-Cys(Acm)-N-(thymine-1-yl-ethyl)-Gly-OH [10] 
1-(Thymine-1-yl)-2,2-diethoxyethane (6): Thymine (10.1 g, 80.9 mmol) was suspended in dry N,N-dimethylformamide (DMF, 30 mL) with activated, powdered molecular sieves (4 ), NaH (60 % in mineral oil, 4.65 g, 116 mmol) was added and the mixture was stirred for 2 h at RT. 2-Bromo-1,1-diethoxyethane (20.1 mL, 130 mmol) was added dropwise, and the reaction mixture was stirred for 14 h at 70 8C. Additional 2-Bromo-1,1-diethoxyethane (10.1 mL, 75.5 mmol) was added, and the reaction mixture was heated for 3 h at 180 8C. After cooling, the molecular sieves were filtered through Celite and washed with DMF. The organic solvent was evaporated in vacuo. Compound 6 (3.34 g, 13.8 mmol, 35 %) was obtained after purification by flash chromatography (EtOAc/ 1-(Thymine-1-yl)-acetaldehyde·pTosOH (7): 1-(Thymine-1-yl)-2,2diethoxyethane (6) (7.65 g, 31.6 mmol) and p-toluenesulfonic acid monohydrate (6.01 g, 31.6 mmol) were dissolved in acetone (50 mL) and heated at reflux for 1 h. The resulting solution was evaporated in vacuo. The following procedure was repeated three times: the residue was dissolved in acetone (50 mL), H 2 O (569 mL, 31.6 mmol) was added and it was heated at reflux for 1 h. The solvents were evaporated, and the residue was dissolved in CH 3 13 1 mmol) and 7 (5.14 g, 15.1 mmol) were dissolved in dry DMF (50 mL) and added to activated, powdered molecular sieves (4 ). N,N-Diisopropylethylamine (DIEA, 3.10 mL, 18.1 mmol) was added dropwise, and the reaction was stirred for 1 h. NaBH(OAc) 3 (4.50 g, 21.2 mmol) was added, and the reaction mixture was stirred for 12 h at RT. The molecular sieve was filtered through Celite and washed with DMF (50 mL). The mixture was evaporated in vacuo, dissolved in H 2 O (50 mL) and treated with a diluted NaOH solution until pH 8 was reached. The solution was extracted with CH 2 Cl 2 (3 50 mL), the combined organic layers were dried over anhyd MgSO 4 , filtered, and the solvent was evaporated in vacuo. Compound 8 (1.66 g, 5.88 mmol, 37 %) was obtained after purification by flash chromatography (EtOAc/MeOH 9:1) Fmoc-l-Cys(Acm)-N-(thymine-1-yl-ethyl)-Gly-O-tBu: Fmoc-l-Cys-(Acm)-OH (3.36 g, 8.12 mmol) was added to a solution of 8 (1.92 g, 6.77 mmol) in dry CH 2 Cl 2 /DMF (4:1, 100 mL). N,N'-Diisopropylcarbodiimide (DIC, 2.16 mL, 8.12 mmol) was added at 0 8C, and the reaction mixture was stirred for 2 h at 0 8C and 10 h at RT. The solution was washed with 10 % NaHCO 3 solution (40 mL) and with brine (40 mL). The organic layer was dried over anhyd MgSO 4 , filtered, and the solvent was evaporated in vacuo. The product (3.02 g, 4.43 mmol, 31 %) Fmoc-l-Cys(Acm)-N-(thymine-1-yl-ethyl)-Gly-OH (9): Fmoc-l-Cys-(Acm)-N-(thymine-1-yl-ethyl)-Gly-O-tBu (3.02 g, 4.43 mmol) was dissolved in CH 2 Cl 2 (3 mL), TFA (3 mL) was added, and the reaction mixture was stirred for 2 h at RT. The solution was added to cold Et 2 O. The resulting white solid was washed with cold Et 2 O and dried in vacuo. Compound 9 (2.10 g, 3.37 mmol, 76 %) was obtained as a white solid: HRMS (ESI): m/z [M + Na] + calcd for C 30 H 33 N 5 O 8 SNa: 646.1942 SNa: 646. , found: 646.1942 
